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rustica), which differ in migratory phenotype. One group migrates from Northern 
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Europe to southern Africa, the other from Southern Europe to West-Central Africa. A 
contact (hybrid) zone between these two groups occurs in northern Germany and 
contains birds of both parental types as well as intermediates. Although there is clear 
divergence between the two parental types in migration-relevant morphological 
phenotype, an examination of ~24,000 RAD SNP loci revealed only one to be a high 
Fst outlier. Birds with intermediate morphology in the contact zone show reduced 
survival, but there is no indication of assortative mating of parental types. The very 
low genomic divergence found between the two migratory types of this species 
indicates that gene flow across the migratory divide is sufficient to prevent the build-
up of genome-wide differentiation despite divergent selection. 		
More	on	isolating	barriers	
Harrison and Larson emphasize in their paper that divergent selection	in	the	face	of	gene	flow	is	only	one	of	several	possible	causes	of	heterogeneous	genome	divergence	between	taxa.	Genomic	islands	of	relative	divergence,	as	measured	by	Fst,	may	be	due	to	reduced	diversity,	rather	than	increased	divergence	(Cruickshank	and	Hahn,	2014).		Reduced	diversity	may	in	turn	be	due	either	to	high	background	selection,	associated	with	reduced	recombination,	or	to	selective	sweeps.		In	the	latter	case,	genomic	islands	indicate	selected	loci,	and	that	selection	may	contribute	to	reproductive	isolation.		However,	the	islands	themselves	would	not	have	been	generated	by	a	barrier	to	gene	flow.		The	problem	of	discounting	alternative	explanations	for	presence	of	genomic	islands	of	divergence	is	analysed	in	depth	by	Yeaman	et	al.	(2016).	They	explore	conditions	for	the	evolution	of	such	islands,	focusing	primarily	on	the	effect	of	linkage	on	the	establishment	probability	of	new	mutations	and	how	
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migration	and	selection	affect	this	process.	Further	development	of	this	approach	should	lead	to	an	ability	to	distinguish	between	alternative	explanations	for	the	occurrence	of	genomic	islands	of	divergence	between	taxa	and	whether	they	contain	genes	contributing	to	local	adaptation	and	reproductive	isolation.		Several	studies	have	identified	associations	amongst	unlinked	loci	in	admixed	populations,	and	have	suggested	that	these	reveal	epistatic	interactions	between	incompatibility	loci.		Schumer	and	Brandvain	(2016)	simulate	the	distribution	of	such	“ancestry	disequilibrium”,	and	find	an	excess	of	positive	associations,	even	in	the	absence	of	selection	against	hybrids.		Simulations	that	include	incompatibilities	show	that	these	can	in	principle	be	detected	through	excess	ancestry	disequilibrium,	but	that	the	signal	is	hard	to	disentangle	from	the	neutral	background.	Genomic	analyses	of	isolating	barriers	between	particular	pairs	of	hybridizing	taxa	are	presented	in	turn	by	Pease	et	al.	(2016)	and	Hu	&	Filatov	(2016).	Pease	et	al.	report	the	results	of	a	transcriptomic	analysis	of	mechanisms	of	postmating	prezygotic	isolation	between	a	self-incompatible	(SI)	and	a	self-compatible	(SC)	species	of	tomato	(Solanum).	Unilateral	incompatibility	(UI)	exists	between	these	species	such	that	pollen	from	the	SI	species	germinates	and	grows	in	the	pistil	of	the	SC	species,	whereas	pollen of the SC species fails to fully 
grow in the pistil of the SI species. Such unilateral incompatibility is often, though not 
always, found between pairs of hybridizing SI and SC flowering plants. Pease et al. 
identify five strong candidate genes for involvement in UI between the two tomato 
species, two of which are firmly supported by prior developmental, functional and 
QTL mapping studies.  
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Hu & Filatov (2016) demonstrate that the disproportional effect of the X-
chromosome on reproductive isolation between hybridizing species (the large X-
effect), often reported in animals, is also apparent in two dioecious species in the 
plant genus Silene (campions). Sex chromosomes are rarely found in flowering plants 
and in the two species of Silene investigated most X-linked genes have Y-linked 
homologs, unlike the situation that is common for animal sex chromosomes (see 
Dufresnes et al. 2016 for exceptions). Thus, whereas in most animals the large X-
effect is often explained by the fact that X-linked genes are hemizygous and therefore 
recessive genes are frequently expressed resulting in Bateson-Dobzhansky-Muller 
type incompatibility in interspecific hybrids, other causes must explain the large X-
effect in Silene. 
An under-appreciated postzygotic isolating barrier between plants is seed 
lethality, stemming from the failure of endosperm development in hybrid seed 
produced from crosses between species of either equivalent or different ploidy. This 
isolating barrier depends on the direction of the cross and thus of parent-of-origin 
effects. Epigenetic mechanisms regulating parental genome dosage in the endosperm, 
which is triploid (two maternal and one paternal genomes), are proposed as causes of 
hybrid endosperm defects. Lafon-Placette & Köhler (2016) review recent research 
that is clarifying the developmental mechanisms involved and the evolutionary forces 
that drive the establishment of this barrier between flowering plant species. 
 
Hybrid speciation and genome stabilization 
Hybrid speciation may occur in two ways, either with no change in chromosome 
number (homoploid hybrid speciation), or with a doubling of chromosome number in 
the hybrid relative to its parents (allopolyploidy). Homoploid hybrid speciation is 
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considered to be rare (Yakimowski & Rieseberg 2014), whereas allopolyploidy is 
regarded as common in plants (e.g., Barker et al. 2016), though not in animals. 
Detection of a homoploid hybrid species is difficult (Rieseberg 1997), and clearly a 
first step is to show that the species is truly of hybrid origin, a process greatly 
improved by genomic analysis. It was originally proposed by Grant (1981) that a 
Californian sunflower (Helianthus bolanderi) originated through homoploid 
hybridization, though this was not supported by results from a later allozyme analysis 
(Rieseberg et al. 1988). To overcome any doubts on this matter, Owens et al. (2016) 
conducted a genomic analysis on the putative hybrid taxon and its putative parent 
species, to show convincingly that the supposed hybrid taxon was clearly not hybrid. 
Their analysis revealed, however, that introgression has occurred from this taxon into 
what had previously been considered one of its putative parents, the invader H. 
annuus, as predicted by theory.  
Gallagher et al. (2016) review and recommend network approaches for 
analyzing the effects of genome duplication on the ecology and evolution of polyploid 
plants, and particularly the novel interactions that occur among duplicated genomes 
that affect gene expression and patterns of divergence, recruitment, and loss of 
duplicated genes. They demonstrate the utility of this approach by focusing on the 
evolution of cotton fibres in the allopolyploid Gossypium hirsutum, the species that 
provides most of the world’s cotton. They show how co-expression network analysis 
of the whole fibre transcriptome can identify the co-expression and interaction of 
genes involved in the development of this trait, and whether there is differential 
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